07/26/05 TUE 12:43 FAX 515 334 6883 



PIONEER HI -BRED DSM 



@035 



^a+c*.*?*™ , 1121D At5g22330 MIPS report.txt 

>at5g22330 ruv DNA-heli case-like protein 

General properti es 

Length [aa] 458 
Molecular weight [oa] 50323.7 
isoelectric point 5.7 
Manually edited no 

Contig name chr5:chromosome5_vl81103 

OiSSWlS. 7448623-7448474 ?tSSS^tSSt ? 1SSSl^1^- 7 tSS^ 744766, 
[T^l^i] 44746 *' 7447374 - 744727 S: 7447196-7447105: yiijOll-ttlllll, 7446862:7446773 ' 
GC content l%] 43.7 

Protein function 



^!^f! t - homo1 ^ e CBLASTP) TREMBLIAB00765LU product: "ruv DNA-heli case-1 i ke 

protein ; Arabidopsis thaliana genomic dna, chromosome 5, Pi clone:MWD9. 0.0 



Functional categories 



Automatically derived 
H.sapiens_exp 



a. thaliana^put 
A.thaliana_put 
H.sapiens_exp 



H.sapiens_exp 

COGS 

le-62 

PFAM domains 
BLOCKS 



family signature 



prosite motifs 



04 transcription 

04.05 mrna transcription 

04,05-01 mrna synthesis 

04.05.01,01 general transcription activities 
functional categories 63-03 nucleic acid binding le-137 - 

40.10 nucleus le-137 - H.sapiens_exp 
04 transcription le-137 - H . sapi ens^exp 
21-2i'25" 03 ^ DN ^ ^combination le-137 - H.sapiens^exp 

03.03.02 meiosis le-137 - H. sapiens exp 
ll'9l' 25 ?ametogenesis le-137 - H . sapi ens_exp 
63.19 nucleotide binding le-137 - H.sapiens_put 

SC otein b ™ding le-134 - D.melanogaster^put 

03.01.03 DNA synthesis and replication le-126 - 

03.01.05 DNA recombination and DMA repair le-126 - 

06.01 protein folding and stabilization le-123 - 

40.03 cytoplasm le-123 - w.sapiens_exp 
03.01.05.01 DNA repair le-123 - H.sapiens.exp 
^ ^?°II I t|. s ^ THESIS le " 123 " H-sapiens_exp H 
62.01.07 binding / dissociation le-123 - 

COG1224 DNA helicase TIP49, TBP-i nteracting protein 

COG0465 ATP-dependent 2n proteases le-39 
PF06068 TIP49 C-terminus 1.5e-2l7 

IP S22J 984 . ATP-dependent serine proteases, Lon family 
PR00819 cbxx/cfqx superfamily signature 
PR00918 calici virus non-structural polyprotein 

IPB002648 Isopentenyl transferase 

IPB003442 uncharacterised P-loop hydrolase UPF0079 

ATP_GTP_A CD 



Automatically derived pir superfamili es pir|jc5521 JC5135 0.0 

PIR|JC5521 trehalose trehalohydrolase 0.0 
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1121D At 5922330 MIPS report.txt 



2e-93 



PIR 
PIR 
PIR 
PIR 
PIR 
PIR 
PIR 



JE0334 hydrolase 0.0 
T19534 n MJ1163 le-135 
T40697 ein MJ1163 2e-97 
F75150 63 5e-96 
$61029 se le-94 
D71191 ry ahl827 le-94 

T46049 conserved hypothetical protein MJ1163 



_ A . . , J PIRID69476 se trehalohydrolase 2e-90 

Automatically derived keywords pir|jc5521 atp 0.0 



Protein structure 



Known 3D 
Subunlt Gamma 

Metal loprotease Ftsh 



PDBllnjg molrprotein length:250 DNA Polymerase III 
PDB|l1xz molrprotein length:254 ATP-Dependent 



POB|llv7 molrprotein length: 257 Ftsh 
«.u n i * _i . . PDB|ld2n molrprotein length: 272 

N-Ethylmaleimide-Sensitive Fusion protein 



PDBllnsf molrprotein length:273 N-Ethylmaleimide 

PDB|liy2 molrprotein length:278 ATP-Dependent 

PDB|lofh mol:protein length:310 ATP-Dependent Hsl 

pdb lhqc molrprotein lengthr324 Ruvb 
PDB liqp molrprotein length: 327 Rfcs 
PDB In n5 molrprotein length: 334 Holliday Junction 

PDB|ljr3 molrprotein lengthr373 DNA Polymerase III 

PDBjldoO molrprotein length: 442 Heat Shock Locus U 
PDB|lg4a molrprotein length: 443 ATP-Dependent Hsl 

PDB|lkyi molrprotein length: 444 ATP-Dependent Hsl 

PDB|lg3i molrprotein lengthr444 ATP-Dependent Hslu 

PDB|lg41 molrprotein length: 444 Heat shock Protein 

PDB|le32 molrprotein length: 458 P97 
PDBllksf molrprotein lengthr758 ATP-Dependent Clp 



sensitive Factor 
Metal loprotease Ftsh 
Protease ATP-Binding Subun 

DNA Helicase Ruvb 
Subunit Gamma 

Protease ATP-Binding Subun 
Protease ATP-Binding subun 
Protease ATP-Binding Subu 
Hslu 

Protease ATP-Binding Subun 
Endoplasmic Reticulum Atpase 

Hsl Protease ATP-Binding s 

M C ^u d i ma: l ns ^ - • ^ , dld2na_ c. 37. 1. 13 (Ar) Hexamerization domain of 

N-«thylmalemide-sensitive fusion (nsf) protein {Chinese hamster CcMcetulus 

dlg41a c. 37, 1.13 (Ar) Hslu {Haemophilus influenzae} 
u^i- _ r i_ . Cinn4a2 c. 37.1. 13 (A:17-254) Holliday junction 

helicase RuvB {Thermotoga maritima} y JU, "- L1U " 

r Ar , rhatoll nw ^ - . , dliqpa2 c. 37.1.13 (Ar2-232) Replication factor C 

{Archaeon pyrococcus funosus} 

nQ7 ft1 At%mmm4m r „ , M dle32a2 c. 37. 1.13 CAr201-458) Membrane fusion atpase 

p97 f Dl domain {Mouse (mus musculus)} p 
Structural class Alpha^Beta 
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PDB|loz4 molrprotein lengthr806 Transitional 

jlgvr molrprotein lengthr854 Clpb Protein 
|lim2 mol :protein-het length:444 ATP-oepe 



PDB |li 
PDB 



Dependent 
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Low complexity 3.7 % 

Structural summary 

SI cSJIpiexity : ; hhh ^hhhhhh hhhhhhh. .hhnhhhhhhhhhhhhhhh 

Non-globular . '. nnnnnnnnnnnnnnnnnnnnnnnnnn^ 

"; u Sp?exity hhhhhhheeeee : : : : : : hhhhhh ""»hhh hhhhhShhhhhS 

Non-gl obul ar NNNNNNNNNNNNNNNNNNNNN^ \\[' m NNNNNNNNNNNNNNNNNNNNN 

low complexity lllllllllllllllll • 

Non-g lobular nnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn 
Sequence 



l??M^Mn D ^likekvavgdviyieansgavkrvgrsdafatefdleaeeyvplpkgevhkkkeivqo 

Sw cSflexity ' ; eeeeee - ' ' eeee ' " ' -hhhhhhhhhhhh hhhhhhhhie 

Non-globular nnnnnnnnnnnnnnnnnnnnnnnn^ !!!!".*!.".".'.'.' " 



I?2^2JtL ^LQPJ-PAANARPQGGQDILSLMGQMMKPRKTEITDKLRQEINKVVNRYIDEGVAELVPG 

Low cSflexity ??! ^ hhhhhhhhhh. . . .hhhhhhhhhhhhhhhhhhhh. . ...... 

Non-globular '.\\\".Y.'.\\'.\\\' m \\\\' m \ \ \ \\ \ \ \ \ \ \ \ \\\ \ * \ ' 

lt?uc?SrP VLF^EVHMLDMECFSYLNRALKSLSPIVIFATNRGVCNVRGTDMPSPHGVPIDLLDRL 
Smflexity . '. \\\\\ ; ; hhhhnhhnhhh • • eeeee e eee hhhhhh 

Non-giobuiar -■-------"!!.!....!!."!!!'!.'.'."!!!!!!!!]] 

Non-globul ar \ \ \\ [ ! ] " " 

sequence mngrdn ickadi eevts lyldakss ak l lh eqqe k yi s 

structure hhhhhhhhhhhbhh.hhhhhhhhhhhh. . . 

Low complexity 

Non-globular ' " 
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